The SLG and GSH pools were measured for the parent strain, ∆gloB, pGlxI and pGlxII at 0, 10, 150 and 300 s intervals following treatment with a range of MG concentrations (Table S1 A 
estimation of intracellular SLG and GSH concentrations can be derived from the knowledge of the relationship between OD and cytoplasmic volume determined as 1ml cells at OD 650 = 2 has a cytoplasmic volume of 1.6 µl
(Ahmed and Booth 1981).
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Promoter predictions for mltD and yafS
To guide our experimental approach in creating a gloB null mutant, an assessment of promoter elements for the respective genes was undertaken.
In the first instance, promoter predictions were accessed on RegulonDB, a curated database containing information on the transcriptional regulatory network of E. coli K-12 (Gama-Castro et al., 2008) . At the time of preparation of this paper RegulonDB stated four potential σ 70 promoters for mltD with the furthest predicted -35 element being 184 bp upstream of the start codon (Table S2) Table S3 ) thereby overlapping with the furthest promoter prediction stated in RegulonDB. Two putative promoter regions were predicted for yafS by BPROM (Table S4 ). The -35 element of the first region was located 68 bp (end of -35 box) upstream from the start codon and thereby also within the gloB gene. A second promoter was predicted further away (~450 bp from start codon), however, this was not considered in our strategy to inactivate gloB since this may have resulted in the expression of a considerable GlxII fragment. Explanations for BPROM outputs:
1) The length of presented sequence.
2) LDF threshold (default).
3) The number of predicted promoters.
4) The positions of predicted promoters and their scores with 'weights' of two conserved promoter boxes. Promoter position is assigned to the first nucleotide of the transcript (transcription start site position).
See the following web address for more details:
http://linux1.softberry.com/berry.phtml?topic=bprom&group=programs&subgroup=g findb
Estimation of the number of GlxI & GlxII enzymes per cell
The number of GlxI and GlxII molecules in a single cell can be estimated from the knowledge of the enzyme activity of the purified proteins, the activity in cell extracts and the weight of total cellular protein.
The purified GlxI enzyme exhibits a maximal activity of ~676 µmol · min , 1996) . Therefore a single cell will have 2.17 x 10 -22 mol of GlxI, which after consideration of the Avogadro constant Cells that lack either YeiG or FrmB in addition to GlxII are not more sensitive to MG stress than the single mutant lacking GlxII. Cells from the parent ( ), ∆gloB ( ), MJF625 (∆gloB, ∆yeiG; ) and MJF626 (∆gloB, ∆frmB; ) were grown in K0.2 minimal media, exposed to 0.7 mM MG and viable cells enumerated exactly as for experiments presented in Fig. 2 . The mean and standard deviation of three independent experiments are shown. 
